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e Gene level analysis revealed that sex-specific DEGs in astrocytes, such as ERBB4 and SGK3 

Gene-level analysis Pathway- enrichment analysis | Network analysis Cell-cell communication analysis in males and CCL2 and /NHBA in females, highlight the importance of considering sex- 
specific gene expression in understanding AD's molecular landscape. 
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e Pathway analysis reveals sex-dependent differences in cellular responses to AD, with males 
showing changes in apoptosis and females in Wnt signaling, cell cycle, and calcium ion 
transport pathways. 
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e Network and cell-cell communication analysis reveals sex-specific regulatory hubs, with 


= i NRG7 and CCT5 in males and LAP7 in females, alongside distinct intercellular signaling 
Methods A = fs Ae + NichnetR patterns involving apoptosis in males and Wnt and calcium pathways in females, suggesting 
a CellChatDB differential contributions to AD progression.CDKN7A (p21) is emerging as a regulator of a- 


synuclein aggregation in PD 
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